Key indicators: single-crystal X-ray study; T = 300 K; mean (C-C) = 0.004 Å; R factor = 0.038; wR factor = 0.100; data-to-parameter ratio = 11.3.
The asymmetric unit of the title compound, C 30 H 27 F 2 N 3 O 2 , contains two independent molecules. The pyrrolidine fivemembered ring assumes an envelope conformation (with the CH 2 atom at the flap) in one molecule and a twisted conformation in the other one. In both independent molecules, the 4-piperidinone rings adopt a similar twisted chair conformation. In the crystal, the two independent molecules form an R 2 2 (8) dimer through a pair of N-HÁ Á ÁO hydrogen bonds; the R 2 2 (8) dimers are connected via weak C-HÁ Á ÁO hydrogen bonds, leading to a chain extending along the c axis.
Related literature
For background to and potential applications of the title compound, see: Baroudi et al. (1996) ; Dimmock et al. (2001) ; Hansch & Leo (1979) ; Hilton et al. (2000) ; Mobio et al. (1989) ; Mogilaiah & Rao (1998) ; Perumal et al. (2001) ; Sundberg (1996) ; Taft (1956) ; Watson et al. (2001) . For hydrogen-bond motifs, see: Bernstein et al. (1995) . For ring conformations based on puckering parameters, see: Cremer & Pople (1975) . V = 4973.9 (5) Å 3 Z = 8 Mo K radiation = 0.10 mm À1 T = 300 K 0.30 Â 0.17 Â 0.10 mm
Data collection
Bruker Kappa APEXII diffractometer Absorption correction: multi-scan (SADABS; Sheldrick, 2004) T min = 0.98, T max = 0.99 32062 measured reflections 7610 independent reflections 5922 reflections with I > 2(I) R int = 0.024 Refinement R[F 2 > 2(F 2 )] = 0.038 wR(F 2 ) = 0.100 S = 1.04 7610 reflections 671 parameters 2 restraints H-atom parameters constrained Á max = 0.17 e Å À3 Á min = À0.17 e Å À3 Table 1 Hydrogen-bond geometry (Å , ). Symmetry code: (i) x; Ày; z þ 1 2 . 
5-(4-Fluorobenzylidene

Comment
The title compound may be regarded as a 'heterosystem′ comprising of three distinct classes of heterocycles viz. oxindole, piperidine and pyrrolo ring systems each of which exhibits unique pharmacological properties. Compounds with an indole framework are reported to be promising pharmacophores (Hilton et al., 2000) in addition to their antimicrobial and antitumor activities (Sundberg, 1996) . Derivatives of 2,3-dihydro-2,3-dioxindole were reported as antibacterial (Mogilaiah & Rao, 1998) , antifungal & antiviral (Hansch & Leo, 1979) , antioxidant & cytotoxic agents (Taft, 1956) .
Piperidin-4-ones are reported to possess analgesic, anti-inflammatory, anti-cancer, anti-microbial activities and herbicidal
properties (Mobio et al., 1989; Dimmock et al., 2001; Perumal et al., 2001) and act as potential inhibitors of human placental aromatase in vitro (Baroudi et al., 1996) . Similarly, the pyrrolidine compounds have been reported to be potential inhibitors of diabetes, cancer and infection causing pathogens (Watson et al., 2001) . The present structural characterization using single-crystal X-ray intensity data was carried out with a view to understand drug design mechanisms and explore the possibility of discovery of a 'unidrug′ with 'multiactivity′ properties.
The title compound, C 33 H 27 N 3 O 2 F 2 (I), crystallizes in the space group Cc with two molecules in the asymmetric unit.
The two crystallographically independent molecules in the asymmetric unit differ significantly in their conformation as shown in the overlay diagram ( Fig.2) . Compound (I) is a di-spiro ring compound in which the spiro junction links the methyl piperidinone, the oxindole and methyl pyrrolidine rings. The conformation of the 5-membered methyl substituted pyrrolidine ring (N1-C2-C3-C4-C5) is envelope on C5A in molecule A and a twisted envelop about C5B and N1B in molecule B (Cremer & Pople, 1975) . The two crystallographically independent molecules in the asymmetric unit form an asymmetric R 2 2 (8) (Bernstein et al., 1995) dimer through strong N-H···O hydrogen bonds (N2A-H2A···O1B and N2B-H2B···O1A ) in which the N and carbonyl O1 of the pyrrolidine participates as donor and acceptor, respectively (Table1). The carbonyl O2 of molecule B participates in a C-H···O hydrogen bond [C27B-H27B···O2B (x, -y, z + 1/2)] which connects theR 2 2 (8) dimers along the c-axis (Fig.3) . These chains together with the C-centering of the lattice leads to packing of molecules as shown in Experimental A mixture of 1-methyl-3,5-bis[(E)-(4-fluorophenyl)methylidene]tetrahydro-\4(1H)-pyridinone (1 mmol), isatin (1 mmol) and sarcosine were dissolved in methanol (10 mL) and refluxed for 30 min. After completion of the reaction as evident from TLC, the mixture was poured into water (50 mL). The precipitated solid was filtered, washed with water and recrystallized from ethyl acetate to obtain pure 5-(4-fluorobenzylidene)-4′-(4-fluorophenyl)-1,1′-dimethyldispiro-
Refinement H atoms bonded to N were located in a difference map and refined isotropically. Other H atoms were positioned geometrically and refined using a riding model, with C-H = 0.95-0.99 Å and with U iso (H) = 1.2 (1.5 for methyl groups) times U eq (C).
Computing details
Data collection: APEX2 (Bruker, 2004) ; cell refinement: SAINT (Bruker, 2004) ; data reduction: SAINT (Bruker, 2004) ; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008) ; program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) ; molecular graphics: PLATON (Spek, 2003) ; software used to prepare material for publication:
SHELXL97 (Sheldrick, 2008) .
Figure 1
The molecular structure of (I), with atom labels and 30% probability displacement ellipsoids for non-H atoms.
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Figure 2
Overlay diagram of the two molecules A and B in the asymmetric unit showing differences in their conformation. The packing of (I), viewed down the c axis. Non-participating rings, methyl groups and F atoms are omitted for clarity. 
5-(4-Fluorobenzylidene)-4′-(4-fluorophenyl)-1,1′-dimethyldispiro[piperidine-3,3′-pyrrolidine-2′,3′′indoline]-4,2′′-dione
where P = (F o 2 + 2F c 2 )/3 (Δ/σ) max < 0.001 Δρ max = 0.17 e Å −3 Δρ min = −0.17 e Å −3 Special details Geometry. All esds (except the esd in the dihedral angle between two l.s. planes) are estimated using the full covariance matrix. The cell esds are taken into account individually in the estimation of esds in distances, angles and torsion angles; correlations between esds in cell parameters are only used when they are defined by crystal symmetry. An approximate (isotropic) treatment of cell esds is used for estimating esds involving l.s. planes.
Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > σ(F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 )
x y z U iso */U eq F1A 0.19215 (9) 0.56542 (17) 0.68191 (10) 0.0879 (6) (7) −0.0027 (7) C4A 0.0315 (8) 0.0473 (9) 0.0387 (10) −0.0080 (7) 0.0120 (7) −0.0065 (8) C5A
0.0426 (10) 0.0434 (9) 0.0432 (11) −0.0067 (8) 0.0121 (8) −0.0089 (8) C6A
0.0355 (9) 0.0388 (9) 0.0393 (10) −0.0003 (7) 0.0164 (8) −0.0023 (7) C7A 0.0377 (9) 0.0387 (9) 0.0380 (10) 0.0005 (7) 0.0126 (8) −0.0018 (7) C8A 0.0457 (11) 0.0538 (12) 0.0426 (11) 0.0024 (9) 0.0028 (9) −0.0051 (9) C9A 0.0715 (16) 0.0566 (13) 0.0329 (11) 0.0015 (11) 0.0053 (10) −0.0009 (9) C10A 0.0726 (15) 0.0531 (12) 0.0378 (11) −0.0006 (10) 0.0247 (11) 0.0046 (9) C11A 0.0475 (11) 0.0478 (10) 0.0400 (11) −0.0037 (8) 0.0188 (9) 0.0081 (8) C12A 0.0401 (9) 0.0358 (8) 0.0336 (9) −0.0010 (7) 0.0140 (7) 0.0009 (7) C13A 0.0353 (9) 0.0435 (9) 0.0308 (9) −0.0033 (7) 0.0129 (7) 0.0009 (7) C14A 0.0505 (11) 0.0417 (9) 0.0374 (10) −0.0054 (8) 0.0171 (8) −0.0010 (8) C15A
0.0369 (9) 0.0384 (8) 0.0393 (10) 0.0032 (7) 0.0152 (8) 0.0001 (7) C16A 0.0351 (9) 0.0439 (9) 0.0351 (10) −0.0013 (7) 0.0141 (7) −0.0013 (7) C17A 0.0561 (13) 0.0660 (14) 0.0489 (12) −0.0229 (11) 0.0261 (10) −0.0058 (10) C18A 0.0440 (10) 0.0421 (9) 0.0433 (11) 0.0021 (8) 0.0208 (9) 0.0002 (8) C19A 0.0488 (11) 0.0415 (9) 0.0389 (10) 0.0039 (8) 0.0216 (9) −0.0034 (7) (10) 0.0461 (9) 0.0011 (7) 0.0255 (7) 0.0027 (7) O2B 0.0418 (8) 0.0777 (11) 0.0564 (10) −0.0021 (7) 0.0262 (7) 0.0008 (8) (15) C14B-N3B-C17B 110.6 (2) C17A-N3A-C13A 110.58 (15) C13B-N3B-C17B 110.6 (2) N1A-C1A-H87A 109.5 N1B-C1B-H87B 109.5
